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ENZYMES: ALL 74 ENZYMES (NO FILTER) 

SETTINGS: LINEAR, CERTAIN SITES ONLY, STANDARD GENETIC CODE 
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SEQ. ID. NO. 2 ACircGrcrroOT 

SEQ. ID. NO. 3 EAEPWKEP .VDWKHQS . QWWYHL 
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LIPMAN-PEARSON PROTEIN ALIGNMENT 

KTUPLE: 2; GAP PENALTY: 4; GAP LENGTH PENALTY: 12 

SEQ1(1>115) SEQ2(1>125) SIMILARITY GAP GAP CONSENSUS 

J591VH.PRO MUVHIIA.RRO INDEX NUMBER LENGTH LENGTH 

"(1>115) d>125) 75.6 2 10 125 

10 20 j— 30 40 |-50 

EAOJ3QSGEELVKPGISVRISCKT9GmTIOTI -HWVKQSHGKSLEWIOSTINPNN3GIT 
EVQD3QSGPELVKIG:SV:ISCK:SGyrFT:Y : rWVKQS.GKSLEWIGiINP.lsGGr: 
EVQDQQSGPELVKPGASVKISCXASG^ 

t_ 10 t_ 20 i-30 ^-40 ^-50 60 

60 ^_70 j-80 j-90 |-100 ^-110 

Y^KFEDK7^TLTVDKSSSTA1MEILR WNFDYWGQGIT 

YNQKF. : KTmflVDKSSSTAiM : L . SLTSEDSAVYYCA. G - .FDYW3QGTT 

f_ 70 t_ 80 .t_90 ^—100 't— 110 — 120 
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VK16E.SEQ(1>118) I - 
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VK23E.SEQ(1>122) I — - 
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VK18UE.SEQ(1>80) \ 
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ENZYMES: ALL 74 ENZYMES (NO FILTER): 

SETTINGS: LINEAR, CERTAIN SITES ONLY, STANDARD GENETIC CODE 
Alu 
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11CGQGYSYPYTFGGGTKLE I KRADA 
12VDRVTA I RTRSEGGP S WK . NGLM 
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LIPMAN-PEARSON PROTEIN ALIGNMENT 

KTUPLE: 2; GAP PENALTY: 4; GAP LENGTH PENALTY: 12 

SEQ1(1>107) SEQ2(1 > 1 1 1) SIMILARITY GAP GAP CONSENSUS 

J591VK.PRO MUVKV.PRO INDEX NUMBER LENGTH LENGTH 

(1>107) (1>109) 60.4 2 2 109 

f- 10 ^-20 j-30 ^40 ^-50 

NIVMIQSPKSMSMSV^^ 

:I !VniQSP.S:S S :G:KVT;TC:AS ::: .Y: :WYQQKP. SPKLLIY AS. . :GVP 
DIQNTIQSPSSLS&SK^KV^^ 

t— 10 ^—20 ^—30 ^—40 ^—50 60 

^—60 j— 70 j— 80 | — 90 j— 100 

DRFTGSGSATDFTLTI SSVQAEDLADYHOGQGYSY- PYTR3QCTKLEI K j 
.RF:G9GS:TD: :LTTS: : : .ED;A.Y C QG : P TK3QGIKLJ3IK / 
SRFSGSGSGIDYSLTISNIJE^^ ' 

70 ^—80 ^—90 ^ — 100 
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